Abraham, Soman N., 1033 
Ahmad, Suhail, 146 
Albritton, William L., 657 
Aliabadi, Zarrintaj, 780 
Allen, Geoffrey, 21 

An, Florence Y., 831 
Andrews, John C., 428, 434 
Anraku, Yasuhiro, 28 
Aronson, Arthur, 258 
Aubert, J.-P., 638 


Baars, Ada, 746 

Balganesh, Meenakshi, 308 
Barbas, Julio A., 269 
Barbotin, Jean-Noél, 871 
Barnes, Marjorie H., 951 
Bartkus, Joanne M., 704, 710 
Baumberg, Simon, 1026 
Beacham, Ifor R., 1002 
Beachey, Edwin H., 1033 
Beck, Wolfgang D., 373 
Belisle, B. Wolfanger, 348 
Bender, Carol L., 534 
Benz, Roland, 978 
Berger-Bachi, Brigitte, 373 
Bhatnagar, L., 638 

Bialy, Harvey, 321 
Bindereif, Albrecht, 570 
Birmingham, John, 787 
Bitoun, Remy, 175 
Bjgrnsen, Tone, 856 
Blevins, Timothy C., 428 
Bogorad, Lawrence, 964 
Bollag, Gideon E., 958 
Boyle, Stephen M., 843 
Brass, Johann M., 787 
Brown, Michael R. W., 353 
Brown, Neal C., 951 
Brown, Stuart W., 82 
Buchanan, Christine E., 498 
Budde, Raymond J. A., 483 
Burdett, Vickers, 564 
Burnett, Thomas J., 139 
Burns, Dennis M., 1002 
Burris, Robert H., 864 
Butler, J. Scott, 198 


Cameron, David R., 181 
Canovas, José L., 424 
Carmel, Gilles, 181 
Casquero, Isabel, 424 
Cavenagh, Margaret M., 448 
Cejudo, Francisco J., 240 
Chakrabarty, A. M., 510 
Chambliss, Glenn H., 612, 633 
Chamness, Thomas W., 447 
Chang, Sheng-Yung, 678 
Chang, Shing, 678 

Chen, Yang-Chang, 805 
Chen, Zhongfu, 994 
Chollet, Raymond, 483 
Chory, Joanne, 942 

Chung, Thomas D. Y., 283 
Clewell, Don B., 831 
Cohen, Reuben A., 41 
Condemine, Guy, 937 
Cooksey, Donald A., 534 
Coucheron, Dag H., 336 
Coulton, James W., 181 
Cox, John, 328 


AUTHOR INDEX 
VOLUME 165 


Cremers, Hayo C. J. Canter, 
517 

Crockford, Gordon W. K., 
523 

Cronan, John E., Jr., 453, 911 


Dailey, Frank E., 453 
Dailey, Harry A., 1 
Daneo-Moore, Lolita, 682 
D’Ari, Richard, 66 
Darzins, A., 510 
Daum, Giinther, 901 
Davidson, Barrie E., 233 
Debro, LaJoyce, 258 
DeFeyter, Robert C., 226, 
233, 331 
de Graaf, Frits K., 1029 
Dekel-Gorodetsky, Lea, 1046 
de Lorenzo, Victor, 570 
Deretic, V., 510 
de Taxis du Poét, Philippe, 
871 
de Weger, Letty A., 585 
Dhulster, Pascal, 871 
Diaz, Javier, 269 
Dicker, David T., 682 
Donald, Robert G. K., 72 
Dondon, Jacques, 198 
Dowhan, William, 805 
Downs, Diana, 193 
Drake, Harold L., 315 
Drapeau, Gabriel R., 399 
Dunlap, Paul V., 393 
DuPlain, Louise, 88 
Dzelzkalns, Valdis A., 964 


Eichenlaub, Rudolf, 1043 
Eisner, Robin L., 204 
Ellsaesser, Catherine F., 647 
Elseviers, Dirk, 608 
Engelberg-Kulka, Hanna, 1046 
English, Jami E., 155 

Ernst, Sharon M., 483 

Eshoo, Mark W., 856 

Evans, Harold J., 579 


Fahnestock, Stephen R., 796, 
1011 
Fairweather, Neil F., 21 
Falk, Leon, 884 
Falkenberg, Pal, 856 
Federici, Brian A., 527 
Fehniger, Thomas E., 732 
Ferry, James G., 405 
Fillingame, Robert H., 244 
Finlay, B. Brett, 625 
Finnerty, W. R., 301 
Fisher, Kathryn E., 796 
Fitz-James, Phillip C., 258 
Fitzmaurice, Wayne P., 297 
Fleming, Jennie E., 1 
Fliss, Edward R., 467 
Foley, Michael, 787 
Fong, Ming Y., 884 
Foster, John W., 780 
Friedberg, Felix, 819 
Fry, Brian, 328 
Fu, Haian, 864 
Fukuchi, Akira, 334 
Furuichi, Teiichi, 94 


Furusato, Takashi, 549 


Galizzi, Alessandro, 123 
Ganesan, A. T., 951 
Gardner, Jeffrey F., 929 
Garland, Peter B., 787 
Geels, F. Patrick, 585 
Gest, Howard, 328 
Getty, Colin, 929 
Gianni, Maurizio, 123 
Gi*+son, Jane, 504 
Gu..eece, Elaine S., 47 
Goewert, Robert, 813 
Goguen, Jon D., 447, 1033 
Goldberg, Alfred L., 193 
Goldberg, Ina, 715, 723 
Goldman, William E., 813 
Gottesman, Max, 167 
Greene, Ronald C., 671 
Grunberg-Manago, Marianne, 
198 
Gruss, Alexandra, 878 
Gruters, Rob A., 585 
Guffanti, Arthur A., 884 
Guss, Bengt, 1011 
Gutterson, Neal I., 696 
Guyer, Mark S., 1011 


Hackstadt, Ted, 13 
Hageman, James H., 139 
Hancock, Robert E. W., 523, 
987 
Handley, Pauline S., 746 
Hanna, Michael H., 647 
Harbin, Bertille M., 1 
Harder, Patricia A., 650 
Hardisson, Carlos, 923 
Harker, Alan R., 579 
Hartmann, Anton, 864 
Harwood, Caroline S., 504 
Hashiguchi, Ken-ichi, 549 
Hassan, M. E., 412 
Hatch, Thomas P., 379 
Hattman, Stanley, 896 
Haug, A., 116 
Hayashi, Shigeru, 678 
Hayes, J. M., 328 
Hazelbauer, Gerald L., 312 
Helmstetter, Charles E., 631 
Helsberg, Matthias, 1043 
Hermolin, Joe, 244 
Hernandez, Georgina, 133 
Hicks, David B., 884 
Higgins, Christopher F., 787 
Higgins, Michael L., 682 
Hindenach, Barbara R., 671 
Hinks, Eileen T., 682 
Hirato, Toru, 324 
Hoger, Jeffrey H., 942 
Holmes, Randall K., 348 
Hopkins, John D., 47 
Horitsu, Hiroyuki, 334 
Hubbard, Michael J., 61 
Hugouvieux-Cotte-Pattat, 
Nicole, 937 


Ibarra, Jorge E., 527 
Igarashi, Kazuei, 972 
Imae, Yasuo, 890 
Ishiguro, Naotaka, 324 


Ivey, D. Mack, 252 


Jaffé, Aline, 66 
Jarvis, Erich D., 204 
Jean, Richard, 181 
Jensen, Roy A., 146 
Jouanneau, Yves, 620 
Jupe, Eldon R., 420 


Kamerud, John Q., 293 
Kaplan, Samuel, 942 
Kashiwagi, Keiko, 972 
Kawai, Keiichi, 334 
Kayanuma, Tsuneo, 94 
Kayser, Fritz H., 373 
Kirby, Thomas W., 671 
Kjosbakken, Johs, 336 
Kobayashi, George S., 813 
Kobayashi, Hiroshi, 972 
Kogoma, Tokio, 321 
Komano, Teruya, 94 
Koshland, Daniel E., Jr., 276, 
958 
Kossmann, Marina, 34 
Krajewski, Carol A., 631 
Krulwich, Terry A., 884 
Kubicek, Christian P., 1019 
Kubo, Akihiro, 94 
Kuchler, Karl, 901 
Kuhn, Peter E., 647 
Kunz, Daniel A., 650 


Labbé, Ronald, 542 
LaFauci, Giuseppe, 204 
Lambert, David H., 654 
Lambowitz, Alan M., 813 
Lampi, Janet L., 911 
Landfald, Bjarne, 849, 856 
LaPointe, Jacques, 88 
LaRossa, Robert A., 386 
Latorre, C., 412 
Layton, Tamara J., 696 
Leonard, Alan C., 631 
Lers, Amnon, 175 
Levy, Stuart B., 82 
Li, Ching, 644 
Liem, Robert S. B., 756 
Liu, Ju, 1002 
Lifson, Eric R., 474 
Lindahl, Lasse, 474 
Lindberg, Martin, 1011 
Ljungdahl, Lars G., 252 
Lodge, Julia M. T., 353 
Léfdahl, Sven; 1011' 
Léffler, Alicia, 542 
Londesborough, John, 595 
Loroch, Albert I., 72 
Lory, Stephen, 367 
Loshon, Charles A., 467 
Louie, Kathryn, 805 
Lovett, Michael A., 732 
Ludwig, Robert A., 72, 304 
Lugtenberg, Ben J. J., 517, 
585 
Lyness, Valerie A., 21 


MacLeod, Patricia R., 825 
MacLeod, Robert A., 825 
Magill, Clint W., 420 
Magill, Jane M., 420 


TEE 


AUTHOR INDEX 


Mahajna, Jamal, 167 
Makemson, John C., 461 
Maniloff, Jack, 219 
Manson, Michael D., 34 
Marinus, M. G., 896 
Markie, David, 61 

Mason, Patrizia, 181 
Matzanke, Berthold F., 283 
Mayer, Kenneth H., 47 
McChesney, Janet, 1026 
McGroarty, Estelle J., 116 
McKenney, Denise, 6 
McNicol, Patricia J.,657 
Medoff, Gerald, 813 
Mekalanos, John J., 715, 723 
Melton, Thoyd, 6 

Meuser, Renate U., 602 
Miceli, Mathew, 379 
Michel, Gérard P. F., 1040 
Miller, Robert V., 448 
Minion, F. Chris, 1033 
Mise, Katsutoshi, 357 
Miyamoto, Shigemi, 28 
Mizuno, Takafumi, 890 
Mora, Jaime, 133 

Mora, Yolanda, 133 

Mori, Masaki, 549 
Morrison, Donald A., 689 
Mortlock, Robert P., 704, 710 
Mountain, Andrew, 1026 
Mutoh, Norihiro, 161, 890 
Mya, Sandra, 780 


Nakae, Taiji, 978 
Narasimhan, Meena L., 911 
Nees, David W., 72 
Neidle, Ellen L., 557 
Neilands, J. B., 570 
Neyman, Sherry L., 498 
Nicholson, Wayne L., 663 
Nieto, Concepcién, 424 
Nisioka, Taizo, 94 

Noél, Gilles, 399 

Nogi, Yasuhisa, 101 
Norris, Victor, 66 
Novick, Richard, 878 
Nowak, Jan A., 219 


O’Brien, Thomas F., 47 

Ohsumi, Yoshinori, 28 

Ohya, Yoshikazu, 28 

Oppenheim, Amos B., 167 

Ornston, L. Nicholas, 788, 
557 

Ott, Russell W., 951 


Paek, Kyung-Hee, 763 
Paltauf, Fritz, 901 
Panasenko, Sharon M., 890 


Paneque, Antonio, 240 
Parales, Rebecca Ehrlich, 557 
Paranchych, William, 625 
Park, Chankyu, 312 
Parke, Donna, 288 

Parr, Thomas R., Jr., 523 
Pasloske, Brittan L., 625 
Paw, Barry H., 570 

Peck, Harry D., Jr., 644 
Pees, Elly, 517 

Peterson, Arnold A., 116 
Petrullo, Lynn A., 608 
Pickard, Derek J., 21 
Pickett, Carol L., 348 
Pittard, James, 226, 233, 331 
Pollack, J. Dennis, 53 
Poole, Keith, 523, 987 
Porter, Bruce, 244 
Poulter, Russell T. M., 61 
Proulx, Mario, 88 
Przybyla, Alan E., 644 
Pucci, Michael J., 682 


Quirés, Luis M., 923 


Radolf, Justin D., 732 
Rashtchian, Ayoub, 82 
Rattray, Alison, 167 
Raymond, Christopher K., 72 
Raymond, Kenneth N., 283 
Reichler, Judith, 82 

Reyes, Moraima, 918 
Rhodes, Craig, 819 
Rightmire, Berit, 146 
Robert-Baudouy, Janine, 937 
Robson, Lori M., 612 

Rode, Harold N., 181 
Rodriguez-Tébar, Alfredo, 269 
R6éhr, Max, 1019 

Ronald, Allan R., 657 

Rong, Sing, 771 

Roon, Robert J., 293 
Roosendaal, Bert, 1029 
Rosenkrantz, Mark S., 771 
Roth, John, 193 

Rothstein, David M., 319 
Rudner, Rivka, 204 
Rudolph, Cathy F., 1015 
Rugman, Paul A., 787 
Russo, Andrew F., 276 


Sadowski, Paul, 341 

Salas, Jose A., 923 

Salowe, Scott P., 363 

Salyers, Abigail A., 929 

Satishchandran, C., 843 

Sato, Gihei, 324 

Saunders, Charles W., 1011, 
1015 


Savage, M. Dean, 315 
Schauer, Neil L., 405 
Schippers, Bob, 585 
Schlagman, Samuel L., 896 
Schmid, Angela, 978 
Schmidt, Brian J., 1015 
Schoulaker-Schwarz, Rachel, 
1046 
Schreferl, Gerlinde, 1019 
Scocca, John J., 297 
Setlow, Jane K., 308 
Setlow, Peter, 467 
Shankweiler, Gary W., 139 
Shanley, Mark S., 557 
Shanmugam, K. T., 412 
Shinagawa, Morikazu, 324 
Shoemaker, Nadja B., 929 
Short, Steven A., 428, 434 
Shuman, Howard A., 918 
Simon, Melvin I., 161 
Singer, John T., 301 
Sladek, Todd L., 219 
Slot, Jan W., 746 
Smith, Kendric C., 1023 
Smith, Margaret C. M., 1026 
Sonenshein, Abraham L., 771 
Spiller, Hart, 412 
Springer, Mathias, 198 
Starka, Jifi, 1040 
Stauffer, George V., 740 
Steinman, Howard M., 393 
Sternberg, David W., Jr., 958 
Stevens, S. Edward, Jr., 654 
Strgm, Arne R., 849, 856 
Strom, Mark S., 367 
Stubbe, JoAnne, 363 
Styrvold, Olaf B., 856 
Sublett, Jack E., 379 
Sun, Tai-ping, 107 
Syvanen, Michael, 47 


Tabita, F. Robert, 620 
Tak, Teun, 517 

Takano, Jun-ichi, 549 
Tamura, Gakuzo, 549 
Tanimoto, Akihiko. 549 
Taylor, David G., 489 
Taylor, Diane E., 1937 
Terwilliger, Thomas C., 958 
Thomas, Daniel, 871 
Thompson, Leo D., 837 
Themson, Robert O., 21 
Tomasek, P., 510 
Treptow, Nancy A., 918 
Tresguerres, Elena F., 424 
Trudgill, Peter W., 489 
Twiddy,. Edda M., 348 


Uhlén, Mathias, 1011 


J. BACTERIOL. 


Urbanowski, Mark L., 740 


Valla, Svein, 336 

van Bergen en Henegouwen, 
Paul M. P., 1029 

van Boxtel, Ria, 585 

van Brussel, Anton A. N., 517 

van der Burg, Bart, 585 

van der Mei, Henny C., 756 

Van Dyk, Tina K., 386 

van Tuijl, Johanna J., 301 

Vary, Patricia S., 155 

Vasantha, N., 837 

Vazquez, David, 269 

Vijayakumar, Moses N., 689 

Vincent, Robert D., 813 

Vos-Scheperkeuter, Greetje 
H., 978 


Wachi, Sayuri, 334 
Waldman, Alan S., 297 
Walker, Graham C., 763 
Wang, Tzu-chien V., 1023 
Warren, Felicity, 780 
Warren, Gareth J., 696 
Waxman, Lloyd, 193 
Webster, Robert E., 107 
Weerkamp, Anton H., 746, 
756 
Weinberger, Martin, 631 
Welker, N. E., 994 
Wenman, Wanda M., 602 
White, Laura K., 244 
White, Robert H., 215 
Widom, Russell L., 204 
Wijffelman, Carel A., 517 
Williams, Marshall V., 53 
Williams, Paul, 353 
Winkelmann, Giinther, 283 
Wirth, Reinhard, 831 
Wojcik, S. F., 994 
Wu, Henry C., 678 


Yamamoto, Kazumi, 334 
Yamane, Kunio, 549 
Yamasaki, Makari, 549 
Yelton, David B., 41 
Yoda, Koji, 549 
Yoshida, Yoko, 357 
Yother. Janet, 447 


Zaat, Sebastian A. J., 517 
Zamir, Ada, 175 

Zeikus, J. G., 638 
Zengel, Janice M., 474 
Ziegle, Janet S., 696 
Zuber, Mohammed, 579 


HE 
7 


Acetate production 
C. thermosaccharolyticum, 319 
Acetate utilization 
A. vinelandii, 6 
Acetobacter xylinum 
naturally occurring plasmids 
conjugative transfer, 336 
IncP-mediated mobilization, 336 
Acetohydroxy acid synthase I 
E. coli 
isoleucine synthesis, 453 
valine synthesis, 453 
Acetolactate synthase III 
inhibition by sulfometuron methyl 
S. typhimurium, 386 
Acholeplasma laidlawii 
mycoplasma restriction specificity, 219 
phage LS1 and L2 transfection, 219 
phosphofructokinase activity, 53 
Acid-soluble spore proteins 
B. megaterium, 467 
Acinetobacter calcoaceticus 
catBCDE cloning and expression 
E. coli, 557 
P. putida, 557 
improved transformation method, 301 
Acinetobacter spp. 
improved transformation method, 301 
transformation and mobilization, 301 
Adhesive protein antigens 
S. salivarius 
adhesion-deficient mutants, 746 
Aerobactin 
E. coli, 570 
Agmatine ureohydrolyase 
E. coli putrescine biosynthetic enzyme 
purification and properties, 843 
Agmenellum quadruplicatum 
photoheterotrophic growth, 654 
Agrobacterium spp. 
inducible B-ketoadipate enzymes, 288 
Alkane oxidation 
P. putida OCT plasmid, 650 
Alteromonas haloplanktis 
Na‘ -dependent transport genes 
cloning in E. coli, 825 
Amylase 
B. polymyxa, 819 
Anabaena variabilis 
nitrogenase-derepressed mutants, 412 
Archaebacteria 
M. ivanovi glutamine synthetase, 638 
Arginine synthesis early enzymes 
B. subtilis 
cloning in E. coli, 1026 
gene sequence, 1026 
Asparaginase II 
derepressed synthesis, 293 
S. cerevisiae mutations, 293 
Aspergillus niger 
cic mutants, 1019 
citric acid inhibition, 1019 
phosphofructokinase activity, 1019 
ATP-dependent protease 
S. typitimurium lon mutants, 193 
Autoregulation 
S. typhimurium metJ, 740 
Azotobacter chroococcum 
nitrate assimilation, 240 
nitrogen fixation 
nitrate (nitrite) inhibition, 240 


SUBJECT INDEX 
VOLUME 165 


Azotobacter vinelandii 
acetate-glucose diauxie 
ack mutation, 6 
pta mutation, 6 
Azospirillum spp. 
nitrogenase activity 
ammonium chloride regulation, 864 
Fe proton covalent modification, 864 
noncovalent inhibitory mechanism, 
864 


Bacillus amyloliquefaciens 
a-amylase gene 
B. subtilis protein A synthesis, 796 
B. subtilis spa expression, 796 
Bacillus jirmus 
alkalophilic strain RAB 
frequency of variant formation, 884 
growth properties of variants, 884 
membrane proteins, 884 
Na*-coupled porter activities, 884 
Bacillus licheniformis 
penicillinases 
processing in E. coli, 678 
Bacillus megaterium 
acid-soluble-spore-protein genes, 467 
recombination-defective mutants, 155 
UV-sensitive mutants, 155 
Bacillus polymyxa 
amylase characterization, 819 
beta-amylase gene, cloning, 819 
Bacillus stearothermophilus 
genetic analysis by protoplast fusion, 
994 


Bacillus subtilis 
amyE*-tmrB* amplification and dele- 
tion 
tmrA7 mutation, 549 
amyR region 
cis-acting alleles, 663 
gene conversion transformation, 663 
arginine synthesis early enzymes 
cloning in E. coli, 1026 
gene sequence, 1926 
cell sporulation, 139 
DNA polymerase III, 951 
forespore membranes 
penicillin-binding-protein composi- 
tion, 498 
peptidoglycan synthesis, 498 
glutamyl-tRNA synthetase, 88 
intracellular serine proteinase, 139 
d Charon 4A DNA library, 123 
polC region, cloning, 951 
protease genes 
heterologous protein secretion, 837 
secretion vectors, 837 
signal sequence functions, 837 
protoplast transformation 
single-stranded plasmid DNA, 1015 
recombinant-phage genome 
amyE*-tmrB* amplification and dele- 
tion, 549 
tmrA? mutation, £49 
rrn rRNA genes 
integrable plasmids, 204 
mapping, 204 
S. aureus spa, integration, 1011 
single-stranded plasmid DNA 
competent-cell transformation, 1015 
protoplast transformation, 1015 


spa, 796 
spollID 
sporulation-specific RNA polymerase, 
771 
transcriptional control, 771 
spore outgrowth genes, 123 
staphylococcal protein A gene expres- 
sion, 796, 1011 
tRNA aminoacylation, 88 
Bacillus subtilis DLG 
B-1,4-glucanase gene, cloning 
B. subtilis expression, 612 
E. coli expression, 612 
Bacillus thuringiensis 
mosquitocidal toxin, 527 
parasporal body 
nontoxic protein inclusion, 527 
parasporal inclusions, 258 
exosporium enclosed, 258 
unenclosed, 258 
protein inclusion, isolation, 527 
Bacterial sensing 
tip-encoded receptor, 276 
Bacteriocuprein superoxide dismutase 
production 
P. leiognathi strain variation, 393 
Bacteriophage 
D3 
P. aeruginosa specialized transduc- 
tion, 448 
fl infection 
colicin-tolerant tolA, tolB, 107 
E. coli fii, 107 
HPicl 
H. influenzae Rd chromosome, 297 
lambda 
clJ translation initiation, 167 
LS51 and L2 
A. laidlawii transfection, 219 
mycoplasma restriction, 219 
d\ Charon 4A 
B. subtilis spore outgrowth, 123 
Bacterium-plant interaction 
R. leguminosarum 
molecular signals, 517 
Tsr factor synthesis, 517 
Bacteroides spp. 
Tn435/ transposition 
auxotrophic mutations, 929 
plasmid R751 chromosomal integra- 
tion, 929 
Benzoate uptake and metabolism 
R. palustris, 504 
Beta-aniylase 
B. polymyxa amy, 819 
Bioluminescent vibrios 
luciferase-dependent oxygen consump- 
tion, 461 
Biomass production 
E. coli immobilized cultures, 871 
Bradyrhizobium spp. 
constitutive B-ketoadipate enzymes, 288 
Brain calmodulin 
C. thermoi érosulfuricum protein phos- 
phorylation, 595 
Bud formation 
S. cerevisiae cls4 mutant, 28 


Cadmium resistance 
P. putida, 334 
Camphor carbocyclic-ring cleavage 


ij 

4 

& 
> 


iv SUBJECT INDEX 


P. putida 
2,5-diketocamphane 1,2-monooxy- 
genase requirement, 489 
Campylobacter jejuni 
plasmid-mediated tetracycline resistance 
determinant 
expression in E. coli, 1037 
homology with streptococcal class M 
determinant, 1037 
Candida albicans 
mycelial mutant, 61 
temperature effect, 61 
Capsular polysaccharides 
S. typhimurium lon mutants, 193 
Chemotaxis genes 
E. coli, 161 
nucleotide sequences, 161 
Chlamydia psittaci 
disulfide-bonded outer membrane pro- 
teins, synthesis, 379 
Chlamydia spp. 
binding polypeptides, 13 — 
eucaryotic cell binding, 13 
Chlamydia trachomatis 
disulfide-bonded outer membrane pro- 
teins, synthesis, 379 
elementary bodies, 602 
eucaryotic-cell-membrane-binding pro- 
teins, 602 
Cholera toxin gene 
V. cholerae 
amplification, 723 
recA gene product, 723 
Choline-glycine betaine pathway 
E. coli osmoregulation, 849, 856 
Chromic desferricoprogen 
N. crassa copragen uptake inhibition, 
283 


cis-acting regulatory alleles 
B. subtilis amyR, 663 
gene conversion cloning, 663 
Citrate utilization 
enterobacteria 
DNA sequence conservation, 324 
plasmid mediation, 324 
Citric acid accumulation 
A. niger cic mutants, 1019 
Clostridium perfringens 
enterotoxin formation, 542 
parasporal inclusion body, 542 
sporulation, 542 
Clostridium thermoaceticum 
F,-ATPase 
ATP synthesis catalysis, 252 
structure and properties, 252 
Clostridium thermoautotrophicum 
minimal-medium adaptation, 314 
Clostridium thermohydrosulfuricum 
protein phosphorylation, regulation, 595 
Clostridium thermosaccharolyticum 
acetate-deficient mutant, 319 
ethanol production, 319 
Competence-induced proteins 
S. pneumoniae 
donor-recipient DNA pairing, 689 
subcellular location, 689 
Competent-cell transformation 
B. subtilis, 1015 
Copragen uptake 
N. crassa 
chromic desferricoprogen inhibition, 
283 


Cyanobacteria 


A. quadruplicatum 
glycerol tolerance, 654 
photoheterotrophic growth, 654 
transformation competence, 654 
A. variabilis 
nitrog derep 
Synechocystis sp. 
stable transformation, 964 


d mutants, 412 


p-Alanine transport 
E. coli, 825 
p-Arabinose pathway improvement 
E. coli 
ribitol-negative strains, 704 
ribitol-positive strains, 704 
Desulfovibrio vulgaris 
E. coli pyrF mutant complementation, 
644 


DNA polymerase III 
B. subtilis polC, 951 

DNA replication discontinuity 
E. coli dnaA mutants, 631 


Elongation factor Tu precursor 
E. coli tuf gene product, 474 
Enterobacteria 
citrate utilization 
DNA sequence conservation, 324 
plasmid mediation, 324 
Enterobacteriaceae 
phosphate-starvation-induced outer 
membrane proteins 
P. aeruginosa porin protein antiserum 
cross-reactivity, 987 
Enterobactin 
K. pneumoniae, expression, 353 
Erwinia chrysanthemi 
kduD mutants 
pectate lyase synthesis, 937 
pectin degradation impairment, 937 
polygalacturonate pathway, 937 
Escherichia coli 
A. calcoaceticus catBCDE expression, 
557 
adhesive function 
type 1 fimbriae, 1033 
aerobactin biosynthesis and transport, 
570 
agmatine ureohydrolyase 
purification and properties, 843 
A. haloplanktis Na* -dependent trans- 
port system, 825 
D-alanine transport, 825 
aroLM operon transcription unit, 233 
aroL shikimate kinase II gene, 226, 233 
attachment to eucaryotic cells 
type 1 fimbriae, 1033 
biomass production, 871 
B. licheniformis penicillinase process- 
ing, 678 
B. subtilis 
arg, cloning, 1026 
B-1,4-glucanase gene expression, 612 
cell envelope 
membrane separation procedures, 269 
penicillin-binding proteins, 269 
chemotaxis genes, 161 
che nucleotide sequences, 161 
cheR methyltransferase 
S-methyl glutathione synthesis, 958 
choline-glycine betaine pathway 
osmotic tolerance, 849, 856 


J. BACTERIOL. 


C. jejuni tetracycline resistance determi- 
nant, expression, 1037 
cpdB 
periplasmic 2’ ,3’-cyclic 
phosphodiesterase, 1002 
DAHP-synthase isozymes, evolution, 
146 
Dam DNA methyltransferase 
methylation-directed mismatch repair, 
896 


dam recA and dam recB cell inviability 
mismatch repair mutations, 1023 
unrepairable DNA double-strand 
breaks, 1023 
dnaA mutant DNA replication 
accumulated initiation potential, 631 
discontinuity, 631 
DNA double-strand breaks 
mismatch repair mutations, 1023 
repair inability, 1023 
elongation factor Tu precursor 
synthesis induction, 474 
tuf gene product, 474 
ferrichrome-iron receptor 
fhuA promoter regulation, 181 
B-galactosidase protein fusions, 181 
fii iocus 
colicin-tolerant tolA and tolB, 107 
filamentous phage infection, 107 
F plasmid-controlled chromosomal repli- 
cation, 424 
Fp sector synthesis, 244 
L-fucose catabolic enzymes 
constitutive synthesis, 710 
inducer isolation, 710 
H*-ATPase 
F, a and 8 subunits, 244 
Fy sector synthesis, 244 
heat-labile enterotoxin 
gene cloning, 348 
production, 348 
subunits, 348 
heat-shock proteins 
high-temperature defects, 763 
host cell variations, 424 
immobilized cultures 
biomass production, 871 
plasmid inheritability, 871 
improved D-arabinose pathway 
ribitol-negative strains, 704 
ribitol-positive strains, 704 
isoleucine and valine biosynthesis 
acetate carbon source, 453 
acetohydroxy acid synthase I require- 
ment, 453 
K99 fimbrial subunits 
localization, 1029 
synthesis and assembly, 1029 
temperature effects, 1029 
LamB pore formation, 978 
lateral protein diffusion, 787 
lipid bilayer membranes, 978 
lipid metabolism 
thioesterase II-deficient mutant, 911 
thioesterases, role, 911 
lipopolysaccharide 
aggregate structure, 116 
polycation binding, 116 
short-, long-chain O antigen, 116 
lipopolysaccharide-free OmpF porins 
lipid bilayer membrane activity, 523 
maltose chemotaxis defects 
malE mutations, 34 


VoL. 165, 1986 


tar mutations, 34 
maltose transport system 
p-nitrophenyl-a-maltoside hydrolysis, 
918 
p-nitrophenyl-a-maltoside transport, 
918 


Meche operon, 161 
membrane attachment, 82 
membrane-bound uptake hydrogenases 
R. japonicum immunological homol- 
ogy, 579 
2-methylthio-N6-isopentenyladenosine 
deficiency 
peptidyl-tRNA release, 608 
metJBLF gene cluster 
in vivo transcription regulation, 671 
minicells 
membrane attachment, 82 
plasmid replication, 82 
plasmid segregation, 82 
mismatch repair 
Dam DNA methyltransferase, 896 
mismatch repair mutations, 1023 
new cell division genes, identification 
extragenic suppressors, 399 
ftsM, 399 
new E. coli-S. faecalis shuttle vector, 
831 
osmoregulation, 849, 856 
osmoregulatory mutants, 856 
P. aeruginosa pilin gene 
cloning and expression, 367 
P. aeruginosa pilin gene expression, 625 
peptide transport regulation 
oligopeptide permease, 428, 434 
opp-lac operon fusions, 434 
trp-linked operon induction, 428 
peptidyl-tRNA hydrolase activity, 608 
peptidyl-tRNA release 
miaA mutation effect, 608 
periplasmic space, 787 
phosphatidylserine synthase 
substrate-induced membrane associa- 
tion, 805 
plasmid ColV-K30 
aerobactin biosynthesis and transport 
genes, 570 
plasmid inheritability, 871 
proton motive force, 972 
pyrF mutant complementation 
D. vulgaris DNA, 644 
RecA protein activity 
analogous V. cholerae RecA, 715 
regulatory isozyme evolution, 146 
ribonucleoside-diphosphate reductase 
B2 subunit, 363 
shikimate kinase II, 331 
small Hsd plasmid occurrence, 357 
S-methyl glutathione 
chemotaxis, 958 
synthesis, 958 
SOS-independent coupling 
anucleate cell production, 66 
cell division, 66 
DNA replication, 66 
stable DNA replication 
role of RNase H, 321 
S. typhimurium maltose chemotaxis 
E. coli chemotransducer gene, 890 
tar genes, 890 
tar mutations, 34 
tesB mutation, 911 
tetanus toxin fragment C, 21 


thioesterase II-deficient mutant. 911 
threonyl-tRNA synthetase 
autoregulation, 198 
thrS mutations, 198 
thrS mutants 
autoregulation, 198 
threonyl-tRNA synthetase, 198 
tip-encoded receptor, 276 
tRNA misacylation, 88 
trpE defect complementation 
L. biflexa DNA, 41 
tryptophan operon 


leader peptide in vivo synthesis, 1046 


mechanism of attenuation, 1046 
type 1 fimbriae 
adhesive function determinants, 1033 
synthesis determinants, 1033 
unidirectional polyamine transport, 972 
xthA mutants 
heat-shock protein expression, 763 
Ethanol production 
C. thermosaccharolyticum, 319 
Ethanol shock effects 
Z. mobilis protein pattern, 1040 
Eucaryotic-cell-membrane-binding pro- 
teins 
C. trachomatis elementary bodies, 602 
Eucaryotic cells 
chlamydial binding proteins, 13 
Extragenic suppressors 
E. coli ftsM 


cell division genes, identificution, 399 


F,-ATPase 
C. thermoaceticum 
ATP synthesis catalysis, 252 
structure and properties, 252 
Ferrichrome-iron receptor 
E. coli 
B-galactosidase-fhuA fusions, 181 
Ferrochelatase 
R. sphaeroides 
substrate binding, 1 
Fibrillar proteins 
S. salivarius 
structural properties, 756 
subcellular localization, 756 
Forespore membranes 
B. subtilis 
penicillin-binding-protein composi- 
tion, 498 
peptidoglycan synthesis, 498 
Formate dehydrogenase 
M. formicicum 
coenzyme F429 dependence, 405 
composition and properties, 405 
Fy sector synthesis 
E. coli H*-ATPase 
F, a and B subunits, 244 
L-Fucose catabolic enzymes 
E. coli 
constitutive synthesis mutation, 710 
inducer isolation, 710 
Fungal growth inhibition 
P. fluorescens 
genetic determinants, 696 


Galactose catabolism 
S. cerevisiae, 101 
5 resolvase, 341 
Gene conversion 
B. subtilis amyR 


cis-acting regulatory alleles, 663 


SUBJECT INDEX 


B-1,4-Glucanase 
B. subtilis gene, 612 
Glucose utilization 
A. vinelandii, 6 
Glutamine synthesis 
N. crassa, 133 
Glutamine synthetase 
M. ivanovi 
ammonia assimilation role, 638 
structure and properties, 638 
Glutamyl-tRNA synthetase 
B. subtilis (RNA misacylation, 88 
E. coli tRNA aminoacylation, 88 


Haemophilus ducreyi 
mobilizing-plasmid pHD147 
plasmid transfer mediation, 657 
Haemophilus influenzae 
phage HPIc1 integration, 297 
plasmid-to-plasmid recombination, 308 
Rd chromosome, 297 
Heat-labile enterotoxin 
E. coli, 348 
Heat-shock effects 
Z. mobilis protein pattern, 1040 
Heat-shock proteins 
E. coli 
high-temperature defect, 763 
xthA mutants, 763 
Hexose phosphates 
C. thermohydrosu!furicum protein phos- 
phorylation, 595 
Hfr-mediated conduction 
plasmid transfer, 312 
Histoplasma capsulatum 
classification by restriction fragment 
polymorphisms 
mitochondrial DNA, 813 
rDNA, 813 


Incla plasmid R64 
clustered inversion region, 94 
highly mobile DNA segment, 94 
IncM plasmid pBWH1 
variance among isolates, 47 
Initiation potential 
E. coli expression, 631 
Integrase, 341 
Integration host factor 
translation initiation, 167 
Isoleucine biosynthesis 
E. coli, 453 


synthesis and assembly, 1029 
temperature effects, 1029 
B-Ketoadipate pathway enzymes 
Agrobacterium spp., 288 
Bradyrhizobium spp., 288 
Rhizobium spp., 288 
Klebsiella pneumoniae 
enterobactin influence 
growth rate, 353 
iron limitation, 353 
nifHDKY operon 
promoter mutations, 175 
transcriptional analysis, 175 
outer membrane protein influetice 
growth rate, 353 
iron limitation, 353 
B-Lactam antibiotics 


K99 fimbrial subunits 
E. coli 
localization, 1029 - 


vi SUBJECT INDEX 


S. faecium 
cell division cycle, inhibition, 682 
LamB pore formation 
E. coli 
lipid bilayer membranes, 978 
Lateral protein diffusion 
E. coli periplasm, 787 
Leptospira biflexa 
cloned DNA 
E. coli trpE, 41 
tryptophan operon, 41 
Lipid bilayer membranes 
E. coli LamB pore formation, 978 
Lipopolysaccharide 
E. coli 
aggregate structure, 116 
polycation binding, 116 
short-, long-chain O antigen, 116 


regulon, 443 
Luciferase-dependent oxygen consump- 


tion 
bioluminescent Vibrio spp., 461 


Maltose chemotaxis 
E. coli 
malE mutations, 34 
tar mutations, 34 
Maltose transport system 
E. coli, 918 
Meche operon nucleotide sequence, 161 
Meinbrane-binding proteins 
C. trachomatis elementary bodies, 602 
Membrane-bound uptake hydrogenases 
E. coli, 579 
R. japonicum, 579 
Membrane proteins 
B. firmus RAB variants, 884 
Membrane separation procedures 
E. coli cell envelope, 269 
Mercury resistance 
P. putida OCT plasmid, 650 
Methanobacterium formicicum 
formate dehydrogenase 
coenzyme F429 dependence, 405 
composition and properties, 405 
Methanobacterium ivanovi 
glutamine synthetase, 638 
Methanogenic bacteria 
methanopterin 
methionine incorporation, 215 
7-methyl group, 215 
pterin ring, 215 
Methanopterin 
7-methylated pterin biosynthesis, 215 
7-methyl group, methionine origin, 215 
pterin ring, guanosine origin, 275 
Methicillin resistance 
mec-specific DNA fragment, cloning, 
373 
S. aureus determinant, cloning, 373 
Methionine 
S. typhimurium 
metJ regulation, 740 
Mini-F plasmid 
cis-acting region, 1043 
nucleotide sequence, 1043 
partitioning, 1043 
Minimal-medium adaptation 
C. ther te hicum, 314 
Mismatch repair 


E. coli Dam DNA methyltransferase, 
896 


Mollicutes (mycoplasma) 
metabolism, 53 
PP;-dependent phosphofructokinase, 53 
Mosquitocidal toxin 
B. thuringiensis parasporal body 
nontoxic protein inclusion, 527 
Mucoidy, induction 
P. aeruginosa, 510 
Mu Gin protein, 341 
Mycelia 
C. albicans mutant, 61 
Mycoplasma 
5-methylcytosine DNA restriction speci- 
ficity, 219 


Na*-coupled porter activity 
B. firmus RAB variants, 884 
Na*-dependent transport 
A. haloplanktis genes 
cloning in E. coli, 825 
Neurospora crassa 
copragen uptake 
chromic desferricoprogen inhibition, 
283 
glutamine synthesis regulation 
glycine, 133 
serine, 133 
Nicotinate 
Rhizobium sp. N source, 304 
Nitrogen 
Rhizobium sp. N source, 304 
Nitrogenase 
A. variabilis mutants, 412 
Nitrogenase activity 
A. chroococcum, 240 
Azospirillum spp. 
ammonium chloride regulation, 864 
Fe proton covalent modification, 864 
noncovalent inhibitory mechanism, 
864 
Nitrogen fixation 
A. chroococcum 
nitrate (nitrite) inhibition, 240 
Rhizobium sp. nif gene, 72 


O antigen 
E. coli, 116 
Oligopeptide permease 
E. coli regulation, 428, 434 
Osmoregulation 
E. coli 
choline-glycine betaine pathway, 849, 
856 
Outer membrane protein 
K. pneumoniae, expression, 353 
lipopolysaccharide-free porins 
E. coli, 523 
P. aeruginosa, 523 
Outer membrane proteins 
C. psittaci, 379 
C. trachomatis, 379 
Enterobacteriaceae 
P. aeruginosa porin protein antiserum 
cross-reactivity, 987 
phosphate starvation induction, 987 
Pseudomonas spp., 585 
P: di daceae 
P. aeruginosa porin protein antiserum 


J. BACTERIOL. 


cross-reactivity, 987 
phosphate starvation induction, 987 
Oxygen-regulated stimulons 
S. typhimurium, 780 


Parasporal inclusions 
B. thuringiensis 
exosporium enclosed, 258 
unenclosed, 258 
C. perfringens 
biochemical composition, 542 
enterotoxin relationship, 542 
P1 Cre protein, 341 
Pectate lyase synthesis 
E. chrysanthemi kduD mutants, 937 
Pectin degradation 
E. chrysanthemi kduD mutants, 937 
Penicillinases 
B. licheniformis 
processing in E. coli, 678 
Penicillin-binding protein 
B. subtilis forespore membranes, 498 
E. coli cell envelope, 269 
Peptide transport 
E. coli regulation 
oligopeptide permease, 428, 434 
trp-linked operon induction, 428 
Peptidoglycan synthesis 
B. subtilis 
forespore membranes, 498 
penicillin-binding proteins, 498 
Peptidyl-tRNA hydrolase 
E. coli 
2-methylthio-N6-isopentenyladenosine 
deficiency, 608 
Periplasm 
E. coli 
lateral protein diffusion, 787 
structure, 787 
Periplasmic 2',3’-cyclic phosphodiesterase 
E. coli cpdB product, 1002 
Pheromone D-factor sensitivity 
P. violaceum mutants, 647 
Phosphatidylserine synthase 
E. coli 
substrate-induced membrane associa- 
tion, 805 
Phosphofructokinase 
A. laidlawii 
PP;-dependent activity, 53 
A. niger cic mutants, 1039 
Phospholipid-synthesizing enzymes 
S. cerevisiae 
subcellular localization, 901 
submitochondrial localization, 901 
Photobacterium leiognathi 
bacteriocuprein superoxide dismutase 
production 
host variation, 393 
strain variation, 393 
Photoheterotrophic growth 
A. quadruplicatum, 654 
Photosynthetic bacteria 
R. rubrum 


pyruvate,orthophosphate dikinase, 
483 


Photosynthetic reaction center subunits 
R. sphaeroides 
in vitro biosynthesis, 942 
membrane association, 942 
Phymatotrichum omnivorum 
stage-specific DNA methylation 


Low calcium response 
Y. pestis 
temperature-controlled plasmid 


VoL. 165, 1986 


mycelia, 420 
sclerotia, 420 
Pilin 
P. aeruginosa gene 
expression in E. coli, 367, 625 
Plasmid inheritability 
E. coli immobilized cultures, 871 
Plasmid instability 
aberrant S. aureus cell division, 878 
S. aureus regenerating protoplasts, 878 
Plasmids 


A. xylinum transfer and mobilization, 
336 
E. coli Col-K30 
aerobactin biosynthesis and transport 
genes, 570 


plasmid 
E. coli chromosomal replication, 424 
host cell variations, 424 
H. ducreyi pHD147 
plasmid transfer mediation, 657 
Incla plasmid R64 
clustered inversion region, 94 
highly mobile DNA segment, 94 
IncM plasmid pBWH1 
variance among isolates, 47 
mini-F 
cis-acting region, 1043 
nucleotide sequence, 1043 
partitioning, 1043 
P. putida OCT plasmid 
alkane oxidation, 650 
mercury resistance, 650 
P. syringae copper resistance, 534 
R751 
Bacteroides spp. auxotrophic muta- 
tions, 929 
Bacteroides spp. Tn435/ transposi- 
tion, 929 
segregation into E. coli minicells 
membrane attachment, 82 
plasmid replication, 82 
small Hsd plasmid, occurrence 
E. coli, 357 
S. boydii, 357 
S. typhi, 357 
Sym plasmid-localized noduiation genes 
R. leguminosarum Tsr synthesis, 517 
Y. pestis low calcium response 
temperature-controlled pCD1 regulon, 
443 
Plasmid-to-plasmid recombination 
H. influenzae, 308 
Plasmid transfer 
Hfr-mediated conduction, 312 
Polyamines 
C. thermohydrosulfuricum protein phos- 
phorylation, 595 
Polyamine transport 
E. coli 
proton motive force, 972 
unidirectionality, 972 
uptake, 972 
Polycation binding 
E. coli, 116 
Polygalacturonate pathway 
E. chrysanthemi, 937 
Polysphondylium violaceum 
aggregation-defective mutants, 647 
developmentally defective chemical sig- 
naling mutants, 647 


pheromone pD-factor-dependent mutants, 
647 


Promoter mutations 
K. pneumoniae nifHDKY operon 
transcriptional analysis, 175 
Protease genes 
B. subtilis secretion vectors, 837 
Protein A 
B. subtilis 
B. amyloliquefaciens a-amylase gene, 
796 


spa expression, 796, 1011 
Protein phosphorylation 
C. thermohydrosulfuricum regulatory 
mechanisms 
brain calmodulin, 595 
hexose phosphates, 595 
polyamines, 595 
Protoplast fusion 
B. stearothermophilus genetic analysis, 
994 


Protoplast transformation 
B. subtilis, 1015 
S. faecalis, 831 
Pseudomonas aeruginosa 
alginate-producing strains, 510 
bacteriophage D3 
specialized transduction, 448 
lipopolysaccharide-free protein P porins 
lipid bilayer membrane activity, 523 
pilin gene 
E. coli expression, 625 
expression in E. coli, 367 
product compartmentalization and 
processing, 625 
promoter strength, 625 
stable mucoid phenotype, induction 
kanamycin-treated rec-2, 510 
rec-2 gene amplification, 510 
Pseudomonas fluorescens 
fungal growth inhibition 
genetic determinants, 696 
P. ultimatum growth inhibition, 696 
Pseudomonas putida 
A. calcoaceticus catBCDE expression, 
557 
alkane oxidation, 650 
cadmium resistance, 334 
cadmium uptake, 334 
camphor carbocyclic-ring cleavage 
monooxygenase requirement, 489 
2,5-diketocamphane 
1,2-monooxygenase, 489 


mercury resistance, 650 
Pseudomonas spp. 
outer membrane proteins, 585 
siderophores, 585 
Pseudomonas syringae 
copper resistance, 534 
indigenous plasmids 
conjugative transfer, 534 
copper resistance role, 534 
A, A, 


eae 


phosphate-starvation-induced outer 
membrane proteins 
P. aeruginosa porin protein antiserum 
cross-reactivity, 987 
Purple bacteria 
DAHP-synthase isozymes, evolution, 
146 


SUBJECT INDEX Vii 


regulatory isozyme evolution, 146 
Pyruvate,orthophosphate dikinase 
R. rubrum, 483 
Pythium ultimatum 
growth inhibition 
P. fluorescens, 696 


RecA protein activity 
E. coli, 715 
V. cholerae, 715 
Recombination deficient mutants 
B. megaterium, 155 
Restriction fragment polymorphisms 
H. capsulatum classification 
mitochondrial DNA, 813 
rDNA, 813 
Rhizobium japonicum 
membrane-bound uptake hydrogenases 
E. coli immunological homology, 579 
Rhizobium leguminosarum 
Tsr factor synthesis 
plant root exudate, role, 517 
Sym plasmid-localized nodulation 
genes, 517 
Rhizobium spp. 
inducible B-ketoadipate enzymes, 288 
N> fixation genes, 72 
nif gene loci, 72 
synergistic growth N sources 
nicotinate, 304 


nitrogen, 304 
vector insertion technique, 72 
Rhod d s palustris 


benzoate anaerobic metabolism, 504 
benzoate uptake, 504 
Rhodopseud s sphaeroides 
ferrochelatase 
substrate binding, 1 
photosynthetic reaction center subunits 
in vitro biosynthesis, 942 
membrane association, 942 
protoheme ferrolyase, 1 
ribulose biphosphate 
carboxylase-oxygenase 
forms I and II, 620 
synthesis regulation, 620 
substrate binding 
arginyl! residues, 1 
sulfhydryl residues, 1 
Rhodospirillum rubrum 
pyruvate,orthophosphate dikinase 
physicochemical properties, 483 
purification, 483 
Ribonucleoside-diphosphate reductase 
E. coli B2 subunit 
cloning, 363 
overproduction, 363 
purification, 363 
Ribulose biphosphate 
carboxylase-oxygenase 
R. sphaeroides 
forms I and II, 620 
synthesis regulation, 620 
RNase H 
E. coli stable DNA replication, 321 
rRNA genes 
B. subtilis rrn, 204 


Saccharomyces cerevisiae 
asparaginase [I mutations, 293 


. 

> 

mercury resistance, 650 

OCT plasmid 
: alkane oxidation, 650 


viii © SUBJECT INDEX 


bud formation defect, 28 
cell cycle mutant 
bud formation defect, 28 
calcium sensitivity, 28 
cls4, 28 
cls4 mutant 
bud formation defect, 28 
calcium sensitivity, 28 
derepressed enzyme synthesis, 293 
galactose catabolism, 101 
GAL cluster genes, induced state, 101 
GAL3 gene product, 101 
2um plasmid FLP protein, 341 
phospholipid-synthesizing enzymes 
subcellular localization, 901 
submitochondrial localization, 901 
temperature-sensitive gal3 mutation, 
101 
Salmonella typhi 
small Hsd plasmid occurrence, 357 
Salmonella typhimurium 
acetolactate synthase III inhibitor 
aspC mutant sensitivity, 386 
aspC mutant 
sulfometuron methyl sensitivity, 386 
Hin protein, 341 
lon mutants 
ATP-dependent protease, 193 
capsular polysaccharides, 193 
protein degradation, 193 
UV sensitivity, 193 
maltose chemotaxis 
E. coli chemotransducer gene, 890 
tar genes, 890 
metJ autoregulation 
methionine, 740 
tandem promoters, 740 
oxygen-regulated stimulons, 780 
tip-encoded receptor, 276 
Shigella boydii 
small Hsd plasmid occurrence, 357 
Shikimate kinase II 
E. coli, 331 
E. coli aroL, 226, 233 
K. pneumoniae enterobactin, 353 
Pseudomonas spp., 585 
Site-specific recombination systems 
functions, 341 
in vitro systems 
A integrase, 341 
Mu Gin protein, 341 
P1 Cre protein, 341 
5 resolvase, 341 
S. cerevisiae 2ym plasmid FLP pro- 
tein, 341 
S. typhimurium Hin protein, 341 
Tn3 resolvase, 341 
S-Methy! glutathione 
E. coli 
chemotaxis, 958 
cherR methyltransferase, 958 
synthesis, 958 
SOS-independent coupling 
E.coli. 
anucleate cell production, 66 
cell division, 66 
DNA replication, 66 
Spirochetes 
L. biflexa, 41 
Spore membranes 
Streptomyces spp., 923 


Spore outgrowth 
B. subtilis, 123 
Spore protein genes 
B. megaterium, 467 
5 
B: subtilis 
intracellular serine proteinase, 139 
RNA polymerase, effects, 771 
spolID transcriptionai control, 771 
Stable DNA replication 
E. coli 
role of RNase H, 321 
Stage-specific DNA methylation 
P. omnivorum 
mycelia, 420 
sclerotia, 420 
Staphylococcus aureus 
mec-specific DNA fragment, cloning, 
373 
methicillin resistance determinant, clon- 
ing, 373 
regenerating protoplasts 
aberrant cell division, 878 
plasmid instability, 878 
Streptococcus faecalis 
new E. coli-S. faecalis shuttle vector, 
831 
protoplast transformation system, 831 
Streptococcus faecium 
cell division cycle 
B-lactam antibiotic inhibition, 682 
two division blocks, 682 
Streptococcus pneumoniae 
competence-induced proteins 
donor-recipient DNA pairing, 689 
subcellular location, 689 
Streptococcus salivarius 
adhesion-deficient mutants 
adhesive protein antigens, 746 
cell surface fibril, 746 
fibriliar proteins 
structural properties, 756 
subcellular localization, 756 
Streptococcus spp. 
class M determinant 
homology with C. jejuni tetracycline 
resistance determinant, 1037 
tetracycline resistance and uptake 
protein synthesis sensitivity factor, 
564 


tet resistance determinants, 564 
Streptomyces spp. 
spore membranes 
isolation procedure, 923 
purification criteria, 923 
synthesis of components, 923 
Substrate binding 
R. sphaeroides 
arginyl residues, 1 
ferrochelatase, 1 
sulfhydryl residues, 1 
Sulfate-reducing bacteria 
D. vulgaris DNA 
E. coli pyrF complementation, 644 
Sulfometuron methyl sensitivity 
S. typhimurium aspC mutant, 386 
Sulfur compound metabolism 
T. versutus 
discrimination, 328 
Surface antigen 
T. pallidum 


J. BACTERIOL. 


ordered ring structure, 732 
properties, 732 
protease resistance, 732 
Synechocystis sp. 
stable transformation 
UV induction, 964 


tar genes 
E. coli, 890 
S. typhimurium, 890 
Temperature-sensitive gal3 mutants 
S. cerevisiae, 101 
Tetanus toxin fragment C 
E. coli expression, 21 
Tetracycline resistance and uptake 
Streptococcus spp., 564 
Thiobacillus versutus 
metabolism of inorganic sulfur com- 
pounds, 328 
discrimination, 328 
Thioesterase II 
E. coli tesB mutation, 911 
Threonyl-tRNA synthetase 
E. coli 
autoregulation, 198 
thrS mutations, 198 
tip-encoded receptor 
E. coli, 276 
S. typhimurium, 276 
Tn3 resolvase, 341 
Transcription regulation 
E. coli metJBLF gene cluster, 671 
Translation initiation 
integration host factor, 167 
phage A cll, 167 
Treponema pallidum 
surface antigen 4D 
ordered ring structure, 732 
properties, 732 
protease resistance, 732 
Tryptophan operon 
E. coli 
leader peptide in vivo synthesis, 
1046 


mechanism of attenuation, 1046 
Type 1 fimbriae 
E. coli 
adhesive function determinants, 1033 
synthesis determinants, 1033 


UV irradiation 
Synechocystis sp. stable transformation, 
964 


UV sensitivity 
B. megaterium mutants, 155 
S. typhimurium lon mutants, 193 


Valine biosynthesis 
E. coli, 453 
Vector insertion cloning technique, 72 
Vibrio cholerae 
cholera toxin gene 
amplification, 723 
deletion, 723 
recA mutation, effect, 723 
ctx amplification 
recA gene product, 723 
recA 
cholera toxin gene, 723 
cloning, 715 
insertion mutation, 715, 723 
RecA protein activity 


VOL. 165, 1986 SUBJECT INDEX ix 


analogous E. coli RecA, 715 Yersinia pestis Zymomonas mobilis 
Vibrio spp. low calcium response protein pattern 
luciferase-dependent oxygen consump- temperature-controlled plasmid ethanol shock, effect, 1040 
tion, 461 regulon, 443 heat shock, effect, 1040 


